ABSTRACT Here, we report the draft genome sequences of three laboratory variants of Bacillus anthracis Sterne and their double (⌬lef ⌬cya) and triple (⌬pag ⌬lef ⌬cya) toxin gene deletion derivatives.
T he pathogenicity of Bacillus anthracis, the bacterium that causes anthrax, has been attributed to the presence of two plasmids in its genome, pXO1, which encodes the anthrax toxin genes, and pXO2, which encodes the capsular genes (1) . Strains that lack pXO2 (e.g., Sterne) are exempt from select agent regulations and have been used as vaccines (2) . Sterne is also the workhorse of laboratory research, and different laboratories have used and propagated Sterne strains over many years; consequently, these strains appear to have accumulated laboratory-specific adaptations. Here, we report the whole-genome draft sequences of three Sterne strains and four toxin gene deletion derivatives.
Libraries were prepared using the Illumina Nextera XT kit and sequenced on an Illumina NextSeq 500 desktop sequencer (V2 mid-output 2 ϫ 151 bp). Adapter sequences were removed with Cutadapt (3) and assembled using SPAdes v3.9 (4). The genome was annotated with the NCBI Prokaryotic Genome Annotation Pipeline v4.2 (5), and reference mapping was done with Bowtie2 v2.0.6 (6) . Accession number(s). Accession numbers and sequence statistics of the seven genomes are listed in Table 1 . 
